The progenitors of angiosperms and mosses diverged more than 450 million years ago. Despite their dissimilarities in morphology, more than 60% of the genes in angiosperms have homologs in mosses (Nishiyama et al., 2003) . The moss Physcomitrella patens is therefore an excellent model for exploring the evolution of gene functions as plant morphologies became more complex, and it has other experimental advantages, such as highly efficient transformation and homologous recombination (Prigge and Bezanilla, 2010) .
Processes mediated by Polycomb Group (PcG) proteins are known to play crucial roles in orchestrating developmental patterns and in contributing to morphological complexities (reviewed in Mozgova and Hennig, 2015) . In angiosperms, there are two Polycomb Repressive Complexes, PRC1 and PRC2. When the genome of Physcomitrella patens was sequenced, it was apparent that sequences encoding many PcG components were present, and indeed roles were demonstrated for the moss homologs of Curly Leaf (CLF) and Fertilization Independent Endosperm (FIE), two components of PRC2 in angiosperms (Mosquna et al., 2009; Okano et al., 2009) . The highlighted paper from Meenu Kapoor's group (Parihar et al., 2019) provides evidence for a functional PRC1 complex in Physcomitrella as well.
Meenu is a professor of biotechnology at Guru Gobind Singh Indraprastha University in New Delhi. She obtained her Ph.D. with Masahiro Suguira in Nagoya, Japan, where she studied intron splicing in algae, then carried out postdoctoral work with Hiroshi Takatsuji's group in Tsukuba, where she studied a MADS box transcription factor in Petunia. Her postdoctoral work prompted her interest in epigenetics. When she returned to India, she briefly continued her Petunia work, then worked on aspects of epigenetics in rice for a few years (Kapoor et al., 2008; Sharma et al., 2009) . She decided to switch to Physcomitrella when the genome sequence was published. Mamoru Sugita, who had been one of her teachers in Nagoya and had sequenced the Physcomitrella chloroplast genome (Sugiura et al., 2003) , gave her a lot of advice about setting up Physcomitrella in her lab, while Satish C. Batla at Delhi University helped in standardizing plant growth conditions. Co-first authors Vimala Parihar and Deepshikha Arya are both Ph.D. students in Meenu's lab, as is Vidhi Tyagi, while Akanksha Walia was a M.S. student. Vibha Verma, Neelima Boora and Ridhi Khurana are Ph.D. students with Sanjay Kapoor (by the way, Meenu's husband) at the University of Delhi. Sanjay is a professor of plant molecular biology who mostly studies rice transcription factors and their roles in regulating starch biosynthesis, but his group has used Physcomitrella to study homologs of several rice genes. Meenakshi Dangwal completed her Ph.D. in Meenu's lab and is now a postdoctoral fellow at the University of Delhi.
As an entry into their experiments, they used the Physcomitrella protein Like Heterochromatin Protein 1 (LHP1) that together with a chromomethyltransferase (CMT) acted in an epigenetic regulatory network (Dangwal et al., 2014) . In Parihar et al. (2019) they used both yeast two-hybrid assays and Bimolecular Fluorescence Complementation (BiFC) to assess the protein interaction partners of LHP1, using as a guide its known protein interaction partners in Arabidopsis (Yang et al., 2017) . For example, as Arabidopsis LHP1 is known to associate with Ring Finger proteins, they tested likely Physcomitrella Ring Finger proteins as interactors for Physcomitrella LHP1. As the schematic in Figure 1 shows, they established that LHP1 can form a core Polycomb Repressive Complex 1 via its interaction with two Ring Finger proteins and can exist in shared multiprotein complexes with CLF, a Polycomb Repressive Complex 2 subunit. LHP1 also associates with LIF2L1, a heterogeneous nuclear Ribonuclear Protein (hnRNP). Interestingly, they showed that LIF2L1 and LHP1, when co-expressed, interact and co-localize to the nucleolus, whereas the complex of Arabidopsis LHP1 and LIF2 is excluded from the nucleolus (Latrasse et al., 2011) . As the nucleolus is critical in regulating RNA processes, they hypothesize that a link between LHP1 regulation and RNA metabolic pathways may have existed early in plant evolution, but was lost as plants evolved. In both Arabidopsis and Physcomitrella, LHP1 has a disordered hinge region with positively charged residues, and in Arabidopsis, mutations at these positive residues disrupt the localization of LHP1 to nuclear foci (Berry et al., 2017) . They therefore plan to investigate characteristics of the hinge region in the Physcomitrella LHP1 that might have contributed to a shift in its roles in regulating RNA processes during evolution. Lastly, they showed that a lhp1 loss-of-function mutant exhibits defects in protonematal growth, in the developmental transition and gametophore branching, consistent with the diverse developmental defects seen in mutants in PcG genes in Arabidopsis (Gaudin et al., 2001; Kotake et al., 2003 
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Physcomitrella patens (moss) Figure 1 . Schematic illustrating the protein partners and activities of the Physcomitrella patens Like Heterochromatin Protein 1 (LHP1). Image credit: Meenu Kapoor.
